ATGTCCTCaGCGCCGTCTCCQGGG 2 4 

MSSAPSPG 
25 ACTOOTTCGCCTCCATCTCCACCATCAAACTCCACAACCACCACTCCTCCTCCAGCTTCC B4 

TGSPPSPPSN'STTTTPPPAS 
9 5 GCTCCTCCTCCCACC ACACCTTCTTCTCCTCCGCCGCCATCCACTATTCCQACATCTCCT 1 4 4 
APPPTTPSSPPPPSTIPTSP 
145 CCTCCTTCTTCTCGCTCTACACCTTCTGCTCCTCCTCCATCTCCACCAACTCCATCTACO 2 04 

PPSSRSTPSAPPPSPPT^PST 
205 CCGGGATCTCCACCTCCTCTTCCTCAGCCGTCTCCACCCGCTCCAACTACGCCCGGATCT 264 

PGSPPPLPQPSPPAP7TPGS 
265 CCACCCGCACCTGTTACTCCTCCTACTCGAAACCCTCCACCTTCAGTCCCAGGACCACCG 324 
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365 CCTTCTTCCGAC0GTTTATCAACAGQAQTaGTGGTnnGAA TCQC?f!ATrnnAQGAOTPr>PT 444 

PSSDGLSTGVVVQIAIGGVA 
'^^S CTqCTTQTfiATAGTGAr:TrTGATTTGTP T gCTGTaTA AQAAaAAAPO&pr,nAa2in2vn<?j^ft 504 
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E .MEMORI KRTGQGYSGPSL» 
-t94S accagatgggagagaaattgaagggtgttttttcattatttttttaaaactgtaaagata 
2005 tgagaaaattgccttacxctaattaaaaccaciacgaxataaggttataatacgttttga 
2065 attgg^ttttaaaaaaaaaaeaaaaaaaa 
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igure 1(d) (continued) 
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Fungal pathogen : Sclerotinia sclerotiorum 
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Figure 13B 



CATACATCAC AAAACGGCAT CGTTTTG ATG TCGCTCTCTC CTTCTTCCTC GCCGGCTCCG 
GCAACTTCCC CGCCTGCCAT GTCATTACCT CCGGCAGATT CCGTACCTGA CACGTCATCA 
CCTCCAGCTC CTCCTTTGTC TCCTCTTCCC CCACCATTGA GCTCTCCTCC GCCGTTGCCT 
TCACCACCGC CTCTCTCCGC TCCCACCGCT TCCCCACCGC CTCTTCCGGT TGAATCCCCA 
CCGTCTCCTC CTATAGAATC ACCACCGCCT CCTCTACTGG AATCACCTCC TCCTCCTCCG 
TTGGAATCTC CATCTCCACC GTCTCCTCAC GTCTCAGCTC CTTCCGGTTC ACCGCCATTA 
CCCTTCCTTC CCGCCAAACC TTCTCCGCCG CCTTCTTCAC CTCCCTCCGA GACAGTTCCG 
CCGGGAAATA CGATTTCTCC ACCACCTCX3T TCACTTCCCT CCGAATCAAC CCCGCCGGTG 
AACACAGCTT CTCCTCCACC GCCATCTCCT CCTCGCCGCC GTAGTGGCCC TAAGCCTTCG 
TTTCCTCCTC CCATCAATTC TTCTCCACCA AATCCTTCTC CGAACACTCC GTCACTCCCA 
GAAACTTCTC CTCCACCTAA ACCACCGCTC TCAACGACGC CATTTCCCTC CTCATCCACT 
CCCCCGCCTA AGAAGTCCCC TGCAGCAGTA ACTCTTCCTT TCTTTGGGCC AGCGGGCCAA 
TTACCGGATG GGACCGTAGC ACCTCCTATT GGGCCTGTTA TAGAGCCCAA GACGAGTCCA 
GCCGAATCRA TATCTCCGGG AACGCCACAG CCACTGGTTC CGAAGAGTCT ACCTGTAACG 
ACGTCGTATC ACCGATCATC CGCCGGATTC TTATTTGGCG GTGTAATCGT TGGAGCTCTT 
CTACTAATTC TQTTAGGTCT TCTCTTTGTC TTCTACAGAG CTACCAGAAA TAGAAATAAC 
AACAGCAGCT CTGCTCATCA TCAATCCAAA ACTCCCTCAA AAGG TATAAA CTTTGAGATC 
AATTTGTTTC AGACTGTCAC TTAAAATGTA ATGTAATTGT AAGTTATGAT CTTTTTTGCT 
TGGATCAG TT CAACATCATC GGGGCGGTAA TGCTGGTACG AACCAGGCAC ATGTTATCAC 
AATGCCACCA CCAATCCATG CTAAATATAT ATCTAGTGGA GGTTGTGATA CGAAGGAGAA 
CAATTCTGTT GCGAAAAACA TTTCAATGCC ATCTGGAATG TTCTCCTACG AAGAACTTTC 
AAAAGCAACT GGTGGATTTT CAGAGGAGAA CCTTTTGGGA GAAGGCGGTT TCGGATATGT 
TCACAAAGGA GTGTTGAAAA ACGGGACAGA AGTTGCGGTG AAGCAGCTGA AGATTGGGAG 
CTATCAAGGG GAAAGAGAAT TCCAAGCTGA GGTTGACACA ATCAGTAGGG TTCATCATAA 
GCACCTCGTT TCATTGGTTG GTTATTGCGT TAATGGAGAT AAAAGACTCT TGGTTTACXSA 
GTTTGTTCCT AAAGATACCT TGGAGTTCCA CTTGCATGG T AAAATAGATA TATGATTTCA 
TCCTTTTTGA TTTTGTCTTT AGTTCATTAT GTTGAGTATT GTGAGAATAT QTGTTGTAGA 
GAACAGAGGA AGCGTGTTGG AATGGGAAAT GAGGCTCAGG ATTGCTGTAG GAGCAGCAAA 
AGGATTAGCT TATCTTCATG AGGATTG TGA GTTGTTTCTC TTCATAATGG GAATGACAAT 
GGCCTTTTTT GGGTTTTCGA CACTGATATT GATTTCTGGT GCTTGTAATG CAG GCAGTCC 
AACTATAATT CACCGTGATA TCAAAGCAGC TAATATCCTT CTAGATTCCA AATTTGAGGC 
AAAGG TGATC TGCTCTTTAA TCTTATCAAA GTTTGGTTTT TAQAACAGAG TTTGCCCATT 
TTCGGTTTAT AGTCACACCA TTTT6TTCTA TTTAACAAGA TTACATGTAG CTTAGAGTTC 
TTGTTCTCTT CAG GTCTCTG ACTTTGGACT AGCCAAGTTT TTCTCAGACA CCAATTCATC 
ATTCACTCAT ATCTCTACTC GAGTGGTAGG AACTTTCGGG TAAAACACCA TCCATCCATG 
CTTTATATGT TGTGTCATTG TGTTTAAAAA TATTAATTTA CGGTTTCAAG TTTCAAGTTT 
CAAGTTTCAA GTTTGTTCCT TGTTGTATCG TAAATCCAGA TCAAAAGATT TATTGATTAC 
TAAATGCCTT GTGCACCGTC TATTTGGTAT GCATTTAAAC AG ATACATGG CTCCAGAATA 
CGCGTCCAGT GGTAAAGTAA CTGATAAATC AGATGTATAT TCCTTTGGGG TCGTGCTTCT 
AGAACTCATC ACTGGACGTC CATCAATTTT CGCCAAAGAT TCTTCCACAA ACCAGAGTTT 
AGTAGACTGG GTAAGTCAAA GTACAT6ATG ATGATGATGA TACCATTAGG TTTTCTTTTT 
CCCACTAGTT ATTAGATGAA AATGAAACTC CAGTATAACT GCAAGCTTGA AACTTCATTA 
GACTGTAAAT TTTGATTATT CCTCA GGCGA GGCCATTGCT TACGAAAGCA ATCTCTGGAG 
AAAGTTTTGA CTTTCTTGTA GACTCAAGGT TGGA6AAGAA TTACGATACA ACTCAQATGG 
CAAACATGGC TGCTTGTGCT GCTGCTTGCA TACGCCAATC AGCTTGGCTT CGGCCTAGAA 
TGAGCCAGG T CTGAGATTTA GTTTAAATAC ATGTATTCGT CCATATATCC GAAAGGAACA 
AGCCTAATCC ATGAATACAT TTATATCTTG AAAAAAACTT GAATA GGTAG TACGTGCTCT 
TGAAGGCGAG GTGGCCCTGA GAAAGGTCGA AGAGACTGGG AATAGCGTGA CCTATAGCTC 
TTCTGAAAAC CCGAATGACA TCACACCACG GTATGGAACA AATAAGAGGA GATTCGACAC 
AGGTTCAAGC GATGGTTACA CTTCAGAATA TGGAGTTAAC CCTTCTCAGT CGAGCAGTGA 
ACATCAACAQ GTGAATACTT AGT TCACAGG TTCAATAGGG CAAGTTTCAC CACAATTATT 
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Figure 14A 
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